The formation of spore-filled fruiting bodies in response to starvation represents a hallmark of many members of the order Myxococcales. Here, we present the complete 9.9-Mb genome of the fruiting type strain Melittangium boletus DSM 14713, the first member of this genus to have its genome sequenced.
genome is similar to those of other genomes of fruiting myxobacteria, which range in size from 9.0 Mb to 16.0 Mb. Aligning the M. boletus genome with other completely sequenced Myxococcales genomes using NUCmer (42) revealed that the genomes of Archangium gephyra DSM 2261 and Stigmatella aurantiaca DW4/3-1 most closely matched, with 39.8% and 16.8% of the sequences aligning, respectively.
The M. boletus genome sequence is the first sequence of this species and genus and will provide an important resource to delineate the genetic determinants involved in fruiting body formation and shared by members of the Cystobacterineae and possibly also by other Myxococcales outside this suborder. Accession number(s). The genome sequence was deposited in GenBank under accession number CP022163.
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